Introduction
Hepatocellular carcinoma (HCC), which accounts for approximately 91.5% of all malignant hepatic tumors, is characterized by a poor prognosis. 1, 2 As the majority of HCC patients are diagnosed late, the 5-year survival rate is low. Even for patients who undergo surgical resection, the 5-year overall survival rate is only 30%-50%. 3, 4 The main reasons are the high invasion, metastasis, and recurrence rates of HCC. Hence, the treatment of HCC progression and metastasis has become a worldwide challenge. New insights into the biologic processes associated with HCC and the identification of novel biomarkers are urgently required for HCC management. Similar to other solid tumors, the development and progression of HCC are associated with accumulation
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Zhu et al of genetic and epigenetic alterations. 5 Although some recent studies have identified genes that contribute to the tumorigenesis and progression of HCC, the detailed molecular mechanism underlying the malignant characteristics of HCC remains to be elucidated.
RALY was identified as an RNA-binding protein and plays a critical role in promoting invasiveness in cancer cells. 6 Previous bioinformatics data demonstrated that the overexpression of RALY is associated with poor survival in ovarian, lung, bladder, brain, and breast cancers, as well as in multiple myelomas and melanomas. 7 In addition, based on microarray studies of cell lines, the RALY protein is overexpressed in ovarian cancer cells that are resistant to oxaliplatin. 8 However, the prognostic value of RALY and its precise role in modulating tumor metastasis in HCC have not been fully elucidated.
In this study, we investigated the clinical significance of RALY expression and the effect of RALY on tumor metastasis in HCC. First, the expression of RALY was compared between HCC tissues and adjacent normal liver tissues. Next, the correlations between RALY expression and the malignant characteristics of HCC were studied. Univariate and multivariate Cox regression analyses were used to identify the independent prognostic factors for overall survival and disease-free survival in HCC patients. Furthermore, specific shRNA was used to knock down RALY expression to investigate the function of RALY in the proliferation, migration, and invasion of different HCC cell lines. We also found that the expression level of RALY correlated with epithelial-tomesenchymal transition (EMT) markers.
Materials and methods
Patient specimens
One hundred and twenty-seven histologically proven HCC patients who underwent hepatectomy between January 2009 and December 2012 at the First Affiliated Hospital of Sun Yat-Sen University were recruited for clinicopathological and prognostic analysis. The entry criteria included patients who 1) were undergoing curative resection; 2) were receiving no preoperative therapies for tumors; 3) had no distant metastasis; 4) survived longer than 30 days after hepatectomy; and 5) had integrated clinicopathological and follow-up data. In this study, TNM staging was evaluated based on the seventh edition of the Cancer Staging Manual of the American Joint Committee on Cancer. The clinicopathological characteristics of the 127 HCC patients included are presented in Table S1 . This study was approved by the Research Ethics Committee of the First Affiliated Hospital of Sun Yat-Sen University.
The patients whose tissues were used in this research have provided written informed consent. All procedures performed in studies involving human participants were in accordance with the ethical standards of the ethical committee of the First Affiliated Hospital of Sun Yat-Sen University and with the 1964 Helsinki Declaration and its later amendments or comparable guidelines.
extraction and processing of gene expression Omnibus (geO) data Two gene expression profiles (GSE25097 and GSE57958) were downloaded from the GEO database (https://www.ncbi. nlm.nih.gov/gds/). The array data for GSE57958 9 included 39 HCC tissue samples and 39 adjacent normal liver tissue samples, and the array data for GSE25097 10 included 268 HCC tissue samples and 243 adjacent normal liver tissue samples. GEO2R (http://www.ncbi.nlm.nih.gov/geo/geo2r/) is an interactive web tool for comparing two groups of data that can analyze any GEO series. 11 In this study, GEO2R was applied to screen for the differential expression of RALY mRNA between HCC tissues and adjacent normal liver tissues.
extraction and processing of The Cancer genome atlas (TCga) data TCGA data for RALY expression in HCC tissues and clinicopathological data from the patients were downloaded from the TCGA database (https://gdc.cancer.gov/). Only patients with operations of R0 resection and with follow-up time greater than 1 month were included. A total of 318 HCC tissues from the corresponding patients were obtained from the TCGA database. RALY expression in HCC and its correlations with clinical parameters of HCC were analyzed. We stratified HCC patients into high vs low RALY expression according to the statistical cutoff value, which was defined by the highest Youden index (specificity+ sensitivity-1) obtained from the receiver operating characteristic (ROC) curves. The mRNA expression of RALY >18.6 was used to define HCC with high RALY expression, and the mRNA expression of RALY ≤18.6 was defined as low RALY expression.
immunohistochemical staining
First, paraffin-embedded tissue sections were deparaffinized and rehydrated before antigen retrieval. Then, tissue sections were blocked in 3% H 2 O 2 and subjected to a staining protocol using an anti-RALY antibody (1:200 
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RalY promotes migration and predicts poor prognosis in hCC Fuzhou, China) at room temperature, followed by counterstaining with hematoxylin. All slides were documented by light microscopy and photography. Two experienced pathologists independently scored the magnitude of the staining. The area positive for staining was scored according to the following standard:
12 0 points indicate that no tumor cells were positively stained; 1 point indicates that <30% of the area was positively stained tumor cells; 2 points indicates that 30%-60% of the area was positively stained tumor cells; and 3 points indicates that >60% of the area was positively stained tumor cells. The intensity of the positive staining was scored according to the following standard: 0 points indicate no positive staining; 1 point indicates that the color was light yellow (weak staining); 2 points indicate that the color was yellow-brown (moderate staining); and 3 points indicate that the color was brown (strong staining). The final immunohistochemistry staining score was calculated by multiplying the staining intensity score by the score for the positively stained area. Ultimately, the expression of RALY in the HCC tissues and adjacent normal liver samples was assessed according to the final immunohistochemistry staining score. Thus, the results could be classified into scores of 0, 1, 2, 3, 4, 6, and 9. The statistical cutoff value for the immunohistochemistry staining scores was defined by the highest Youden index obtained from the ROC curves. Therefore, a final immunohistochemistry staining score >4 was used to define tissues with high RALY expression, and a score ≤4 was defined as low RALY expression.
Cell culture and transfection
Human hepatocarcinoma cell lines (HepG2, HepB3, Huh7, SMMC-7721, MHCC-97H, MHCC-97L, and Bel-7402) and an immortalized hepatocyte cell line (LO2) were purchased from the Institute of Cell Biology of the Chinese Academy of Sciences (Shanghai, China). The cells were cultured in DMEM (Sigma-Aldrich Co., St Louis, MO, USA) or RPMI-1640 supplemented with 10% FBS (HyClone, Shanghai, China), 100 U/mL penicillin, and 100 µg/mL streptomycin at 37°C in a humidified chamber containing 5% CO 2 . The cells were transfected with RALY shRNAs or a negative control (NC) shRNA using the Lipofectamine 2000 reagent (Invitrogen, Thermo Fisher Scientific, Waltham, MA, USA) following the manufacturer's instructions. The sequences of the shRNA oligos that targeted RALY were as follows: 5′-AAG CAA UGU AAC CAA CAA G-3′ (shRNA-1), 5′-CUC AGC CAA GAU CAA GUU A-3′ (shRNA-2), and 5′-CGG GCA GAC CCU GGA CAU C-3′ (shRNA-3). Three candidate RALY shRNA sequences were used, and the two most efficient interference sequences were ultimately chosen. The sense NC shRNA sequence was 5′-GCG CGC TTT GTA GGA TTC G-3′.
Western blot analysis
Total proteins were extracted from the cell lines and resolved by 10% SDS-PAGE. Next, the protein samples were electrotransferred onto PVDF membranes. Western blotting was performed using antibodies directed against RALY (1:500, Abcam), E-cadherin (1:1,000, Abcam), N-cadherin (1:1,000, Abcam), vimentin (1:1,000, Abcam), and snail (1:500, Abcam). The primary antibodies were incubated at 4°C overnight, followed by the secondary antibodies. Then, the protein-antibody complexes were detected by chemiluminescence (Pierce ECL Western Blotting Substrate, Thermo Fisher Scientific), according to the manufacturer's protocol (Applied Biosystems, Thermo Fisher Scientific). β-Actin (1:2,000, Abcam) was used as an internal control. All the band intensities were quantified using ImageJ software (National Institutes of Health, Bethesda, MD, USA).
Cell proliferation, migration, and invasion assays
The cell proliferative potential was measured at 48 hours by Cell Counting Kit-8 (DOJINDO, Kumamoto, Japan) according to the manufacturer's instructions. Absorbance values at 450 nm were measured to represent the cell proliferative potential.
Tumor cell migration and invasion abilities were assessed by cell migration and invasion arrays using transwell chambers with or without Matrigel (BD Biosciences, San Jose, CA, USA). Approximately 5×10 4 cells in medium without FBS were seeded in transwell chambers with or without Matrigel. Medium containing 10% FBS in the lower chamber served as the chemoattractant. After 24 hours' culture in an incubator, the migratory and invasive cells attached to the lower surface of the membrane insert were fixed with 4% formaldehyde, stained with crystal violet, and counted under a microscope. Five random fields of view at a 200× magnification were selected and captured. Each experiment was repeated three times under the same conditions.
statistical analysis
Differences in continuous variables between two groups were analyzed using Student's t-test, and differences among multiple groups were analyzed using ANOVA. The Mann-Whitney U rank-sum test was used to compare the differences of nonnormally distributed continuous variables. 
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Zhu et al categorical variables were compared using the chi-squared test. Spearman correlation analysis was used to determine the correlations between clinicopathologic characteristics and RALY expression. Kaplan-Meier analysis was used to calculate the overall survival and disease-free survival rates, and the survival rate curves were analyzed by the log-rank test. A Cox proportional hazards regression model was used for multivariate analysis of independent prognostic factors. All analyses were performed using SPSS for Windows, version 22.0 (IBM Corporation, Armonk, NY, USA). In all the statistical analyses, two-sided P-values less than 0.05 were considered statistically significant.
Results
RalY expression is abnormally upregulated in hCC
To analyze the expression of RALY in HCC, we first used two gene expression profiles (GSE25097 and GSE57958) obtained from the GEO database. The data showed that RALY mRNA expression was significantly increased in HCC tissues compared with that in adjacent normal liver tissues (P<0.001 for each dataset, Figure 1A ). Then, we detected RALY protein expression in HCC cell lines (Huh7, SMMC-7721, Bel-7402, HepB3, HepG2, MHCC-97H, and MHCC-97L) and an immortal hepatocellular cell line (LO2) by Western blotting. As demonstrated in Figure 1B , the protein levels of RALY in LO2 cells were significantly lower than those in HCC cells. In particular, RALY was most highly overexpressed in highly metastatic cancer cell lines, including Bel-7402 and MHCC-97H. Furthermore, RALY protein expression was detected by immunohistochemistry in 127 pairs of HCC tissues and corresponding adjacent normal liver tissues. Positivity for RALY protein expression was distinctly located in the nucleus, with slight expression in the cytoplasm of cells in the HCC tissues ( Figure 1C) , while low or scarce RALY expression was found in adjacent noncancerous tissues. Immunostaining scores for RALY expression in HCC tissues were significantly higher than those for adjacent noncancerous tissues (P<0.001, Figure 1C ).
Correlations between RalY expression and clinicopathological features in patients with hCC
To further investigate the role of RALY expression in the aggressive progression of HCC, the correlations between RALY expression and the clinicopathologic characteristics of HCC patients were analyzed in (Table S2) .
Additionally, we compared the RALY immunohistochemistry staining scores between HCC tissues with different tumor sizes, TNM stages, AFP levels, and conditions of vascular invasion, as depicted in Figure 2 . The expression of RALY in HCC tissues with later TNM stage (III + IV), or higher AFP levels (>200 ng/mL) was significantly higher than that in HCC tissues with earlier TNM stage (I+II) ( Figure 2B , P=0.002), or lower AFP levels (≤200 ng/mL) ( Figure 2C , P=0.007), respectively. In addition, the expression of RALY in HCC tissues without vascular invasion was significantly lower than that in HCC tissues with vascular invasion ( Figure 2D, P=0.006) . However, the difference in RALY expression in HCC tissues with tumor size >5 cm and in HCC tissues with tumor size ≤5 cm was not significant (Figure 2A, P=0.092 ).
high RalY expression predicts poor outcome in hCC patients
To clarify the prognostic value of RALY in HCC patients, the relationship between RALY expression and survival time was further investigated in 127 HCC patients. Figure 3C , D shows a significant difference in overall survival and disease-free survival between the high RALY expression (immunohistochemistry staining score of RALY >4) group and the low RALY expression (immunohistochemistry staining score of RALY ≤4) group (P<0.001 and P<0.001, respectively). Similarly, the RALY level was found to be correlated with survival time in HCC patients recruited from the TCGA database (Figure 3A Furthermore, to identify the independent prognostic factors for overall survival and disease-free survival in HCC patients, univariate and multivariate Cox proportional hazards regression analyses were used. The results demonstrated that later TNM stage (HR, 1.784; 95% CI, 1.052-3.026 for III + IV vs I, P=0.032) and higher RALY expression (HR, 2.559; 95% CI, 1.710-3.827, P<0.001) were significant adverse prognostic factors for overall survival (Table 2) . Additionally, the results showed that later TNM stage (HR, 2.126; 95% CI, 1.227-3.540, P=0.004), vascular invasion (HR, 1.842; 95% CI, 1.106-3.068, P=0.019), and higher RALY expression (HR, 2.053; 95% CI, 1.384-3.047, P<0.001) were significant adverse prognostic factors for disease-free survival in HCC patients (Table 3) .
suppression of RalY inhibits hCC cell proliferation, migration, and invasion capabilities in vitro
To further study the effect of RALY on the promotion of proliferation, migration, and invasion in HCC cells, the expression of RALY in the Bel-7402 and MHCC-97H cell lines was knocked down by transfection with RALY shRNA. In this assay, three different sequences of RALY shRNAs (shRNA-1, shRNA-2, and shRNA-3) were used. Ultimately, shRNA-1 and shRNA-2 were chosen as the two best shRNAs. The protein level of RALY was significantly decreased in the Bel-7402 and MHCC-97H cells after RALY shRNA interference ( Figure 4A, B) . Bel-7402 and MHCC-97H cells transfected with RALY shRNAs displayed significantly decreased proliferative abilities ( Figure 4C ). Next, we examined the effect of RALY on cell migration and invasion abilities. Following gene silencing of RALY, the Bel-7402 and MHCC-97H cells displayed significantly decreased migration ( Figure 4D ) and invasion ( Figure 4E ) abilities.
RalY induces eMT in hCC cells
To study how RALY affects the migratory and invasive phenotype of HCC cells, we detected markers of the EMT by Western blotting. After knockdown of RALY, the epithelial marker E-cadherin was significantly upregulated, whereas the mesenchymal markers N-cadherin, snail, and vimentin were inhibited in Bel-7402 and MHCC-97H cells ( Figure 5 ). These results imply that RALY might play an important role in inducing the EMT process in HCC cells.
Discussion
In the present study, we found that RALY was abnormally overexpressed in HCC tissues and cells. HCC-related microarray data from GEO were first analyzed, and the results showed that HCC tumor tissues present higher RALY levels than adjacent normal liver tissues. Then, immunohistochemistry was used to detect the expression of the RALY protein in 127 HCC samples, and the findings were consistent with the results mentioned previously. Then, clinical significance analysis indicated that the upregulation of RALY was significantly associated with poorer overall survival and disease-free survival rates in patients with HCC, suggesting that RALY might play important oncogenic roles in HCC metastasis. 
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RalY promotes migration and predicts poor prognosis in hCC that increased levels of RALY promoted the proliferation, migration, and invasion abilities of HCC cells. This study provided new insights into the promotive roles of RALY in HCC progression. HCC is ranked as the sixth most common neoplasm and the third leading cause of cancer death, 13 and the prognosis of HCC is poor. The poor prognosis of HCC is mainly caused by its high potential for metastasis and recurrence after surgical resection.
14 It has been proven that a later TNM stage is an important independent predictor of poor outcome in HCC. [15] [16] [17] [18] Similarly, in our study, Cox proportional hazards analyses indicated that later TNM stages and high RALY expression were independent prognostic factors for overall survival and disease-free survival in HCC. In addition, Kaplan-Meier analysis showed that patients with high RALY expression had a poorer prognosis than patients with low RALY expression. Higher RALY expression was also found to be correlated with malignant behaviors of HCC, including larger tumor size, later TNM stages, higher serum AFP levels, and vascular invasion, which are similar to the results obtained after analyzing the data from TCGA. These findings indicate that high expression of RALY is associated with the degree of tumor progression in HCC.
RALY is a member of the heterogeneous nuclear ribonucleoprotein family that binds poly-U-rich elements within several RNAs and regulates the expression of specific transcripts. Previous studies have shown that RALY is upregulated in different types of cancer, [6] [7] [8] 19 and its downregulation impairs cell cycle progression. 19 A recent study demonstrated that RALY can promote invasiveness in breast cancer cells;
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Zhu et al additionally, RALY expression is increased in breast tumors, which correlates with decreased patient survival. 6 Rossi et al 20 studied gene expression in HeLa cells in response to RALY silencing to better characterize the impairment in cell cycle progression, and they provided evidence for the accelerative function of RALY in tumorigenesis in mammalian cells. Interestingly, the FOXI, ANXA1, and CST6 mRNAs were upregulated and the CXCR4, KNSTRN, and H1FX mRNAs were downregulated in cells lacking RALY expression. In breast cancer cells, RALY has been identified as an indirect regulator of transcription and cell cycle progression through the regulation of specific mRNA targets. 19 Knocking down RALY significantly counteracts oxaliplatin resistance in colorectal cancer cells 7 overexpressing YB-1, which is related to secondary resistance to cisplatin in different cancers. [21] [22] [23] Although the roles of RALY in regulating migration and invasion in other tumors have been identified, the roles of RALY in HCC development and progression have not been discussed. In the present study, the oncogenic effects of RALY on HCC pathogenesis were demonstrated by in vitro functional assays. Our findings indicated that RALY was able to promote proliferation, migration, and invasion in HCC cells.
EMT endows cells with migratory and invasive properties and is thought to play fundamental roles in tumor progression and metastasis formation. 24 Previous studies [25] [26] [27] have reported that EMT is an important step in HCC migration and invasion. Therefore, we evaluated whether RALY could induce EMT in HCC cells. In the present study, we detected the markers of EMT and found that decreased RALY levels reduced the 
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RalY promotes migration and predicts poor prognosis in hCC expression levels of mesenchymal markers while enhancing those of epithelial markers in HCC cells. These findings suggest that RALY enhances migration and invasion capabilities, most likely through the induction of an EMT transition in HCC.
In the current study, we first revealed the exceptional overexpression of RALY in both HCC tissues and cell lines. In addition, high expression of RALY was found to be closely associated with the malignant characteristics of HCC. We noted that RALY could be used as an independent prognostic factor for patients with HCC. Moreover, we demonstrated that RALY increases the proliferative, migratory, and invasive abilities of HCC cells. Nevertheless, there are some limitations in our study. First, the present study was a singlecenter retrospective study, and the sample size was limited. Therefore, we also analyzed data from a larger sample size from TCGA (the sample size was 318) to demonstrate that higher RALY expression was associated with malignant characteristics and prognosis in HCC. To overcome this limitation, a prospective and randomized multicenter study should be conducted in the future. Second, the effect of RALY on promoting the migration and invasion of HCC cells was studied only in vitro; animal experiments were not conducted. Moreover, the upstream or downstream molecules of RALY were not investigated in the present study. A previous study showed that mammalian cells lacking RALY expression exhibit opposing changes in the levels of the HIFX and ANXA1 mRNAs and proteins. 20 Additional studies are required to clarify the molecular mechanisms through which RALY affects other molecules or signaling pathways in the future.
Conclusion
Our data demonstrated that RALY plays a significant role in the progression and metastasis of HCC. High RALY expression is predictive of a poor prognosis in HCC, and RALY can serve as an independent prognostic factor for overall survival and disease-free survival in patients with HCC. Moreover, the overexpression of RALY promotes the proliferation, migration, and invasion of HCC cells. RALY may thus provide a theoretical basis for targeted therapy for HCC patients.
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